Quality of maternal care experienced during infancy is a key factor that can confer vulnerability or resilience to psychiatric disorders later in life. Research continues to indicate that early-life experiences can affect developmental trajectories through epigenetic alterations capable of affecting gene regulation and neural plasticity. Previously, our lab has shown that experiences within an adverse caregiving environment (i.e. maltreatment) produce aberrant DNA methylation patterns at various gene loci in the medial prefrontal cortex (mPFC) of developing and adult rats. This study aimed to determine whether caregiver maltreatment likewise affects expression levels of several genes important in regulating DNA methylation patterns (Dnmt1, Dnmt3a, MeCP2, Gadd45b, and Hdac1). While we observed minimal changes in gene expression within the mPFC of developing rats, we observed expression changes for all genes in adult animals. Specifically, exposure to maltreatment produced a significant decrease in mRNA levels of all epigenetic regulators in adult males and a significant decrease in Gadd45b in adult females. Our results here provide further empirical support for the long-term and sex-specific epigenetic consequences of caregiver maltreatment on the mPFC.
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Introduction
Infancy is a sensitive period of development in which alterations in the quality or quantity of maternal care are capable of producing dramatic effects on neurobiological and behavioral outcomes (Caldji et al., 2000; Cicchetti and Toth, 2005; Sanchez, 2006) . Mechanisms underlying these environmentally driven phenomena are not fully understood, but over the past decade the birth of epigenetics research has caused a revolution in our understanding of gene-environment interactions in this capacity in the developing and adult mammalian brain. Although epigenetic modifications were originally thought to only program patterns of gene expression during cellular development and differentiation, a significant body of research now indicates that such modifications occur in response to environmental signals from infancy to senescence, with Abbreviations: mPFC, medial prefrontal cortex; DNMT, DNA methyltransferase; MeCP2, Methyl-CpG Binding Protein-2; Gadd45b, Growth Arrest and DNA-DamageInducible beta; HAT, histone acetyltransferase; HDAC, histone deacetylase; PN, postnatal day; Bdnf, brain-derived neurotrophic factor.
* significance for long-lasting changes in gene regulation and expression (Caldji et al., 2011; Roth, 2012) and neuronal plasticity (Day and Sweatt, 2011) . Various types of epigenetic modifications have been identified, such as DNA methylation and post-translational modifications to histone tails (i.e. acetylation and methylation), and together they help determine whether DNA is accessible for gene transcription (Strahl and Allis, 2000) . Of these modifications, DNA methylation and histone acetylation have been the most extensively studied in the context of behavior, and are driven and maintained by various enzymes and proteins. DNA methylation, for example, is catalyzed by a family of DNA methyltransferases (DNMTs) that includes DNMT1 and DNMT3a (Moore et al., 2012) . DNMT1 is a maintenance methyltransferase which is responsible for adding methyl groups to the complimentary strand of hemimethylated DNA, thereby maintaining DNA methylation patterns during the DNA replication process. DNMT3a is a de novo methyltransferase, capable of catalyzing new methylation patterns. While both Dnmt1 and Dnmt3a mRNA levels are highest in the mammalian cortex, hippocampus, striatum, and cerebellum during late prenatal and early postnatal development, both enzymes are present and functional throughout the lifetime (Feng et al., 2005; Goto et al., 1994; Inano et al., 2000; Matrisciano et al., 2012; Miller et al., 2012; Siegmund et al., 2007) . Dnmt3a mRNA, for example, is at high levels within the rodent mPFC for the first three weeks of life but dramatically
